6 much of the conserved gene sequence due to large deletions >100 bp. Among these, cemA has no 88 premature stop codons, but it has an unconventional predicted protein size (5 extra amino acids) 89 in a gene that otherwise shows no size variation in Saxifragales; while lacking 18% of the 3' end 90 of this gene, Saniculiphyllum has 137 additional bp before a novel stop codon, the sequence of 91 which is homologous with adjacent intergenic spacers in its relatives, making it unlikely that this 92 sequence is functional. Additionally, frameshift has resulted in the loss of the conserved stop 93 codon site of ndhA. The three genes with large deletions (cemA, ndhD, and ndhF) also have 94 hydrophobicity outside the range of variation of other Saxifragales ( to the rest of the genome was manually standardized across samples. to ask whether the Saniculiphyllum branch experienced a different selection regime compared to 281 its immediately ancestral branch; that is, whether there was a shift in selective regimes specific to 282 this lineage. We built two models for each gene tree: a full model allowing ω to vary across all 283 branches, and a constrained model where Saniculiphyllum was required to have the same ω as 284 the branch immediately ancestral to it. We used a likelihood ratio test to determine whether the 438
